min. The eluted peptides were pooled into 20 fractions, desalted using a Strata X C18 column (Phenomenex, Torrance, CA, USA), and vacuum-dried.
Supplementary Protocol 3
Proteomic data acquisition was performed with a Triple TOF 5600 System. Data were acquired using an ion spray voltage of 2.5 kV, gas curtain of 30 psi, nebulizer gas of 15 psi, and an interface heater temperature of 150°C. The MS was operated with a resolution ratio of greater than or equal to 30,000 FWHM for TOF MS scans. Survey scans were acquired in 250 ms. A maximum of 30 product ion scans were collected if a threshold of 120 counts per second (counts/s) was exceeded and with a 2+ to 5+ charge state. The total cycle time was fixed at 3.3 s. The Q2 transmission window was 100 Da for 100%. Four time bins were summed for each scan at a pulser frequency value of 11 kHz by monitoring the 40 GHz multichannel TDC detector with four-anode channel ion detection. A sweeping collision energy setting of 35 ± 5 eV coupled with iTRAQ-adjusted rolling collision energy was applied to all precursor ions for collision-induced dissociation. Dynamic exclusion was set at 1/2 of the peak width (15 s), and then the precursor was refreshed from the exclusion list. The peak areas of the iTRAQ reporter ions reflected the relative abundance of the proteins in the samples. The triple TOF 5600 mass spectrometer for peptide identification has a mass accuracy of < 2 ppm.
Supplementary Protocol 4
The resulting MS/MS spectra were searched against the composite database of T. gondii GT1 (8100 sequences) and IPI_mouse (59534 1.2-fold change, and P < 0.05 were required for significant change.
Supplementary Protocol 5
The T. gondii burden was quantitated as described previously with some modifications 1,2
. Splenic DNA was extracted using a QIAamp DNA Mini kit (Qiagen, Hilden, Germany) according to the manufacturer's instructions. DNA from each sample was analysed by qPCR. Parasite burden was expressed as the ratio of the T. gondii ITS1 gene (internal transcribed spacer 1) to the mouse glyceraldehyde 3-phosphate dehydrogenase (GAPDH) gene. The primers used are listed in Supplementary Table S2 .
Supplementary Protocol 6
Peritoneal macrophages were isolated from C57BL/6 mice as described Supplementary Figure S6 . Morphology of peritoneal macrophages treated with 1 μg/ml MIC3 or 1 μg/ml OVA for 48 h. Images were acquired using a phase contrast microscope (Olympus, Tokyo, Japan). Objective lens, ×20. 
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